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Abstract
Four primate (PTLV), human (HTLV) and simian (STLV) T-cell leukemia virus types, have been
characterized thus far, with evidence of a simian zoonotic origin for HTLV-1, HTLV-2 and HTLV-
3 in Africa. The PTLV envelope glycoprotein surface component (SUgp46) comprises a receptor-
binding domain (RBD) that alternates hypervariable and highly conserved sequences. To further
delineate highly conserved motifs in PTLV RBDs, we investigated the intrahost variability of HTLV-
1 and STLV-1 by generating and sequencing libraries of DNA fragments amplified within the RBD
of the SUgp46 env gene. Using new and highly cross-reactive env primer pairs, we observed the
presence of Env quasispecies in HTLV-1 infected individuals and STLV-1 naturally infected
macaques, irrespective of the clinical status. These intrahost variants helped us to define highly
conserved residues and motifs in the RBD. The new highly sensitive env PCR described here
appears suitable for the screening of all known variants of the different PTLV types and should,
therefore, be useful for the analysis of seroindeterminate samples.
Findings
Human T-cell lymphotropic viruses (HTLV) and their sim-
ian T-cell lymphotropic virus (STLV) counterparts belong
to the Retroviridae family and are globally referred to as
primate T-cell lymphotropic viruses (PTLV). Thus far, four
distinct groups of PTLV have been discovered: PTLV-1, -2
and -3 include both human (HTLV-1, -2, -3) and simian
(STLV-1, -2, -3) viruses while the fourth type (HTLV-4) has
only been described in humans [1-3]. HTLV-1 is a persist-
ent virus, infecting 15–25 million people worldwide, the
majority of whom remain asymptomatic their entire life.
However, HTLV-1 is the etiological agent of a malignant
CD4 lymphoproliferation (adult T-cell leukemia [ATL])
[4] and a chronic progressive neuromyelopathy (tropical
spastic paraparesis/HTLV-1-associated myelopathy [TSP/
HAM]) [5,6]. In addition, HTLV-1 has been shown to be
associated with a range of other inflammatory diseases
[7,8]. Transmission of PTLV occurs predominantly from
mother to child by breast feeding [9] and by sexual or
blood contacts [10,11].
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The close relationship between HTLV and STLV suggests a
simian origin for HTLV. The HTLV-I strains can be classi-
fied into six different subtypes according to their geo-
graphic origin [2]. Moreover, phylogenetic analyses of the
global spread of PTLV-1 strains has shown that some
HTLV-1 strains are closely related to STLV-1, suggesting
the occurrence of multiple cross-species transmissions
between primates and humans and also between different
primate species [12].
Unlike other retroviruses, which in general show a high
rate of nucleotide substitutions, PTLV exhibit a remarka-
ble genetic stability [13]. This is generally attributed to the
fact that these viruses replicate in vivo mainly via clonal
expansion of infected cells [14-17]. Despite this low level
of variability of HTLV-1 (from 1% to 8% between strains
[18-20], a few PCR-based variability studies have shown
some intrastrain variability in several parts of the viral
genome, such as the LTR U3, tax or env [18,21-23]. On the
other hand, almost no genetic variation has been
observed in the 5'end of HTLV-1 env in samples obtained
from 2 asymptomatic patients [24]. Thus, the extent of
intrahost genetic diversity in HTLV-infected individuals is
not well known.
The extracellular surface component (SU) of retroviral
envelopes is involved in cellular tropism, target cell infec-
tion, and induction of host viral immunity. For any retro-
virus, the SU exhibits the highest level of protein
variability [25]. The prototypic Gammaretrovirus MLV SU
comprises several variable regions that confer receptor
binding properties which are distinctive of MLV sub-
groups [26]. The HTLV-1 envelope glycoprotein consists
of an SUgp46 associated to a TMgp21 transmembrane
component. HTLV SU has been shown to have a modular
structure similar to that of MLV SU [27,28] and like all
identified gammaretrovirus envelopes [29,30] it recog-
nizes a multimembrane-spanning nutrient-transporter as
a receptor. The first 160 amino acids of the 291 residue-
long mature HTLV-1 SU have been shown to contain the
HTLV Env receptor binding domain (RBD) and to direct
binding to the glucose transporter GLUT1 shown to be a
HTLV-1 and 2 receptor [28,31,32]. This binding involves
the carboxy terminal 6th extracellular loop (ECL6) in
GLUT1, whereas other receptor determinants in ECL1 and
ECL5 of GLUT1 appear to modulate post-binding viral
entry events [32].
In order to delineate conserved motifs that are likely to be
involved in binding or post-binding events, we have
investigated the intrahost variability of HTLV-1 and STLV-
1 RBD by sequencing intrahost libraries of DNA frag-
ments amplified from the RBD-encoding part of the env
gene.
DNA directly isolated from blood samples obtained from
three unrelated infected individuals, one asymptomatic
seropositive donor, one ATL patient, and one TSP/HAM
patient, were used to derive a fragment library of SU RBD
and tax amplicons. In parallel, we amplified the equiva-
lent regions in samples obtained from 2 STLV-1 naturally-
infected Celebes macaques (Macaca tonkeana) from Indo-
nesia [33].
Using a multiple envelope alignment of all available PTLV
strain types, we designed degenerate PCR primers span-
ning the RBD in order to allow the detection of all PTLV
env-like sequences. We delineated a 195 nt sequence sur-
rounding the env gene codon corresponding to Tyr114 in
the HTLV-1 SU RBD, previously shown to be a critical
determinant for HTLV Env receptor binding [31]. This
PTLV-env PCR was highly sensitive when tested on several
blood samples obtained from HTLV infected individuals
as well as from STLV infected monkeys. As a highly con-
served control sequence we also amplified and sequenced
intrahost fragments corresponding to a 219 bp fragment
of the HTLV-1 tax gene. For our study, we used degenerate
PCR primers in order to match all different sequences
present in the template. One μg of DNA from fresh
PBMCs for each sample was amplified by nested PCR
using the primers and cycling conditions as follows(using
standard abbreviations for degenerate positions) : 83VS,
5' TAYBTATTYCCNCATTGG 3'; and 240VAS, 5' RTANAG-
NACRTGCCA 3', located in the Y/LFPHW motif and
WHVLY motif, respectively (positions 5452 to 5926 in the
ATK-1 reference strain [34]) for the first amplification
round and 83VS and 146VAS, 5' NACYTCYT-
GRGTRAARTT 3', the latter corresponding to the NFTQEV
motif, for the second round of amplification. Touch-
down PCR was performed using High Fidelity Platinium®
Taq DNA Polymerase (Invitrogen) including a hot start
(94°C for 2 min), with the following cycle conditions: 26
cycles of 94°C for 30 s, 50°C decreasing by 0.5°C per
cycle, and 72°C for 45 s; this was followed by 12 cycles of
94°C for 30 s, 48°C for 30 s, and 72°C for 45 s, with a
final elongation at 72°C for 5 min before cooling to 4°C.
Then, 1/15th of the first PCR volume was used as the
source of templates in a semi-nested amplification per-
formed with the same cycling conditionsexcept for the
annealing step (50°C decreasing 0.5°C per cycle for the
first 10 cycles followed by 30 cycles at 50°C). The tax-rex
fragments were amplified using previously described
generic primers and PCR conditions [35]. PCR amplifica-
tion products were then purified by gel extraction and
cloned into pGEM-TEasy vector (Promega). Recombinant
plasmids were sequenced using cycle sequencing and dye
terminator methodologies (DYEnamic ET Terminator
Cycle Sequencing Kit [Amersham Biosciences]) on an
automated sequencer (ABI Prism 310, Applied Biosys-
tems). Fifty independent clones and 68 to 86 independentRetrovirology 2006, 3:29 http://www.retrovirology.com/content/3/1/29
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clones were sequenced for tax and env regions, respec-
tively. Nucleotide and amino acid sequences (correspond-
ing to the PCR fragment without primers) were aligned
with ClustalW(1.7) [36], and analysis of the selective pres-
sure was performed for all env sequences as described by
Nei and Gojobori [37].
We used highly cross-reactive tax primer pairs, previously
shown to match sequences from a variety of divergent
HTLV and STLV strains, to amplify our samples. Sequenc-
ing and subsequent analyses of the corresponding 183 bp
fragments of 50 independent PTLV-1 tax clones derived
independently from one healthy carrier, one ATL patient
and 2 macaques (Mac1 and Mac2), resulted in only a sin-
gle nucleotide change in 2 clones. One change was
observed in a clone derived from Mac1, while the second
change was observed in a clone derived from the ATL
patient sample. Each change translated into a different
amino acid substitution when compared to the consensus
sequence. Thus, in our experimental conditions, the fre-
quency of bases changes that could be attributed to the
Taq polymerase remained under 0.4%.
Intrahost variations in PTLV-1 RBD sequences
In contrast to the apparently homogeneous viral popula-
tion observed after tax sequencing, a significant degree of
variability was seen with env. Indeed, there was an impor-
tant sequence heterogeneity within each isolate, indica-
tive of a quasispecies nature of HTLV-1/STLV-1 infections,
as revealed by intrahost variations in the Env RBD (Figure
1). Overall, the different point mutations appeared ran-
domly distributed throughout the fragment. The maxi-
mum pairwise distances within each group of
quasispecies were 1.8%, 2.5% and 3.8% in the TSP/HAM,
ATL and asymptomatic HTLV-1 infected patients, respec-
tively, and ranged from 1.8% to 4.4% in STLV-1
macaques, reflecting an equal range of quasispecies diver-
sity in the two host species (Table 1). In each sample, six
to 11 intrahost variants were identified at the nucleotide
level. For example, among the 77 clones sequenced from
the TSP/HAM patient, 16 clones had one or more point
mutations in the RBD, amongst which 37.5% led to an
amino acid change. Two variants in the TSP/HAM patient
presented a G-to-A mutation that translates into a stop
codon at position 120 of the gp46 (Figure 1). Frequencies
of nucleotide substitutions in the three HTLV-1 patients
were comparable to those of the 2 STLV-1 macaques.
Overall, we recorded 88 point mutations, with T-to-C
transitions more frequently observed than A-to-G, as pre-
viously reported by others for env  variants [38]. Alto-
gether, these 88 point mutations led to 46 amino acid
substitutions (Table 1). With the low percentage of back-
ground Taq polymerase error estimated with tax, it was
clear that the majority of the RBD variants observed in our
study occurred in vivo in both the simian and human nat-
ural hosts.
The rate of nonsynonymous changes per nonsynonymous
site (dn) and the rate of synonymous changes per synony-
mous site (ds) were calculated for the RBD sequences of
each patient and macaque. A nonsynonymous substitu-
tion rate higher than the synonymous substitution rate
indicates positive selection for advantageous mutations,
whereas a nonsynonymous rate lower than the synony-
mous rate indicates « purifying selection » that prevents
the spread of detrimental mutations [39,40]. A signifi-
cantly higher rate of nonsynonymous substitutions was
observed with the ATL sample as compared to the TSP/
HAM sample. Although this might be related to the infec-
tion history and clinical features of the two patients, a
larger series of samples will be required to assess this ini-
tial observation. The dn/ds ratio we calculated were rela-
Amino acid alignment of the RBD region in the SUgp46 of  different variants isolated from 3 HTLV-1 infected patients  and 2 STLV-1 naturally infected Celebes macaques Figure 1
Amino acid alignment of the RBD region in the 
SUgp46 of different variants isolated from 3 HTLV-1 
infected patients and 2 STLV-1 naturally infected 
Celebes macaques. Sequences are aligned with the domi-
nant viral genotype found in the 3 HTLV-1 infected individu-
als. Dots indicate no change in amino acid and the asterisk 
denotes a stop codon. Numbers at the top represent the 
position in Env in reference to the ATK-1 sequence [34]. 
Amino acids in bold refer to conserved positions found on 
the multiple alignments of available PTLV types. Amino acids 
in red refer to positions that remain conserved among our 
variants. Identical variants found in different hosts are indi-
cated by an asterisk (*) on the right side of the sequence.
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tively low (< 0.5) for all blood samples, irrespective of the
host species and the clinical status. Therefore, despite the
significant level of intrahost variations observed in the
RBD sequences, strong constraints against sequence varia-
tion prevailed in the RBD region of the PTLV-1 env genes.
Conserved residues in RBD
Our multiple alignments of the amplified region of the SU
RBD showed that several residues such as, K91, S101,
D106, Q118, W120, Y124, S129, P131, W133 and D138
or motifs such as, G98Y99 and C112PYLG116 are highly
conserved between all HTLV and STLV virus strains avail-
able from Genbank. Comparative analyses of all our RBD
variants highlighted a fewer number of positions with
conserved residues, including D106, D138, GY and
CPYLG (Figure 1). Y114 in the CPYLG motif and D106,
previously described as important for HTLV Env receptor
binding were conserved in all our variants. A P113 to S
change observed within the highly conserved CPYLG
motif might have either derived from Taq errors or repre-
sented a bona fide mutant. It would, therefore, be interest-
ing to test whether this mutation affected different Env
functions.
In summary, our results illustrate the diversity of proviral
sequences that coexist within the env RBD. These in vivo
findings suggest that there is an ongoing viral replication
in PTLV-1 infected hosts, regardless of the clinical status
and the host species. In light of these results that unveil
significant intrahost variations in the env RBD region and
not in the tax region, it will be of interest to evaluate int-
rahost variability, ideally at different stages of infection,
within other regions of the viral genome.
Some of the variants identified here have never been
described previously. Moreover, several variants were
identified in unrelated samples (variants common to the
asymptomatic and ATL donors, and variants common to
the two macaques), suggestive of a robust selectivity con-
ferred in vivo by these mutations (see legend to Figure 1).
Interestingly, the low degree of env  sequence variation
found between isolates does not reflect the significant
degree of env sequence variation found within individu-
als. However, the same dominant HTLV-1 sequence was
found independently in the three unrelated infected
patients and the two STLV-1 macaques, in agreement with
a strong positive pressure on this highly conserved con-
sensus. Altogether, our results point to the selective trans-
mission of an optimally adapted form, rather than to an
absence of replication or to a stricter polymerase fidelity
of PTLV-1.
Importantly, our new highly sensitive env PCR protocol,
based on degenerate primers matching conserved motifs
in the RBD, allows the detection of all known PTLV types
(data not shown). This property will help elucidate fur-
ther the detection of undescribed PTLV divergent variants
as well as that of potentially undescribed PTLV types
which would be masked under conventional PTLV PCR
screening.
Abbreviations used
Env: envelope glycoprotein
HTLV : Human T-cell lymphotropic virus
STLV : Simian T-cell lymphotropic virus
PTLV:Primate T-cell lymphotropic virus
MLV: Murine leukemia virus
nt: nucleotide
LTR: Long Terminal Repeat
PCR: Polymerase Chain Reaction
RBD: receptor-binding domain
SU: Env extracellular surface component
Table 1: Analyses of the variations observed in the RBD-encoding region of the env gene in 3 HTLV-1 infected individuals and 2 STLV-
1 naturally infected Celebes macaques.
Samples Number of 
clones
Number of 
substitutions
Substitutions/
clone
Nonsynonymous 
substitutions/
substitutions
Number of 
variants
dn/ds
Healthy carrier 71 17 0.24 0.41 6 0.298
ATL 86 21 0.24 0.66 11 0.292
TSP/HAM 77 17 0.22 0.35 6* 0.323
Mac1 68 10 0.15 0.7 7 0.295
Mac2 78 23 0.29 0.54 10 0.303
* Substitutions leading to a stop codonRetrovirology 2006, 3:29 http://www.retrovirology.com/content/3/1/29
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Nucleotide accession number
The env accession number for the sequences determined
in this study are: Genbank DQ530557 to DQ530596.
Competing interests
The author(s) declare that they have no competing inter-
ests.
Authors' contributions
FJK set up the initial design and experiments and partici-
pated to the writing of the manuscript. ML performed
some of the PCR, cloning and sequencing experiments.
AG and SG provided some of the DNA samples and cor-
rected the final draft of the manuscript. JLB participated to
the design of the study, helped with the interpretation of
the data and corrected the manuscript. MS initiated the
project, co-participated in the design of the study, co-coor-
dinated its realization and co-wrote the manuscript. VC
was the principal designer and experimentator of this
study, coordinated its realization, wrote the first draft of
the manuscript and co-wrote the following versions. All
authors read and approved the final manuscript.
Acknowledgements
We are indebted to the colleagues who helped us at the initial stage of this 
study, F. Barany for his advice on touch-down PCR and N. Manel for his 
cheerful help in screening the first clones; we thank all the members of our 
laboratory for insightful discussion and N. Taylor for helpful discussion and 
critical reading of the manuscript.
FJK was supported by an award from the Philippe Foundation and succes-
sive fellowships from the Agence Nationale pour la Recherche contre le 
SIDA (ANRS), the Association pour la Recherche contre le Cancer (ARC), 
and the Fondation de France. ML is supported by a graduate student fellow-
ship from the Association Française contre les Myopathies (AFM). JLB and 
MS are supported by the Institut National de la Santé et de la Recherche 
Médicale (INSERM) and VC is supported by CNRS and ANRS. This work 
was supported by grants from Fondation de France (Nos. 2291 and 2138) 
and Association Française contre les Myopathies (AFM No.7706) to MS.
References
1. Calattini S, Chevalier SA, Duprez R, Bassot S, Froment A, Mahieux R,
Gessain A: Discovery of a new human T-cell lymphotropic
virus (HTLV-3) in Central Africa.  Retrovirology 2005, 2:30.
2. Slattery JP, Franchini G, Gessain A: Genomic evolution, patterns
of global dissemination, and interspecies transmission of
human and simian T-cell leukemia/lymphotropic viruses.
Genome Res 1999, 9:525-540.
3. Wolfe ND, Heneine W, Carr JK, Garcia AD, Shanmugam V, Tamoufe
U, Torimiro JN, Prosser AT, Lebreton M, Mpoudi-Ngole E,
McCutchan FE, Birx DL, Folks TM, Burke DS, Switzer WM: Emer-
gence of unique primate T-lymphotropic viruses among cen-
tral African bushmeat hunters.  Proc Natl Acad Sci U S A 2005,
102:7994-7999.
4. Hinuma Y, Nagata K, Hanaoka M, Nakai M, Matsumoto T, Kinoshita
KI, Shirakawa S, Miyoshi I: Adult T-cell leukemia: antigen in an
ATL cell line and detection of antibodies to the antigen in
human sera.  Proc Natl Acad Sci U S A 1981, 78:6476-6480.
5. Gessain A, Barin F, Vernant JC, Gout O, Maurs L, Calender A, de The
G:  Antibodies to human T-lymphotropic virus type-I in
patients with tropical spastic paraparesis.  Lancet 1985,
2:407-410.
6. Osame M, Matsumoto M, Usuku K, Izumo S, Ijichi N, Amitani H, Tara
M, Igata A: Chronic progressive myelopathy associated with
elevated antibodies to human T-lymphotropic virus type I
and adult T-cell leukemialike cells.  Ann Neurol 1987,
21:117-122.
7. Jacobson S: Cellular immune responses to HTLV-I: immun-
opathogenic role in HTLV-I-associated neurologic disease.  J
Acquir Immune Defic Syndr Hum Retrovirol 1996, 13 Suppl 1:S100-6.
8. Proietti FA, Carneiro-Proietti AB, Catalan-Soares BC, Murphy EL:
Global epidemiology of HTLV-I infection and associated dis-
eases.  Oncogene 2005, 24:6058-6068.
9. Hino S, Katamine S, Miyamoto T, Doi H, Tsuji Y, Yamabe T, Kaplan
JE, Rudolph DL, Lal RB: Association between maternal antibod-
ies to the external envelope glycoprotein and vertical trans-
mission of human T-lymphotropic virus type I. Maternal
anti-env antibodies correlate with protection in non-breast-
fed children.  J Clin Invest 1995, 95:2920-2925.
10. Khabbaz RF, Onorato IM, Cannon RO, Hartley TM, Roberts B,
Hosein B, Kaplan JE: Seroprevalence of HTLV-1 and HTLV-2
among intravenous drug users and persons in clinics for sex-
ually transmitted diseases.  N Engl J Med 1992, 326:375-380.
11. Take H, Umemoto M, Kusuhara K, Kuraya K: Transmission routes
of HTLV-I: an analysis of 66 families.  Jpn J Cancer Res 1993,
84:1265-1267.
12. Mahieux R, Pecon-Slattery J, Chen GM, Gessain A: Evolutionary
inferences of novel simian T lymphotropic virus type 1 from
wild-caught chacma (Papio ursinus) and olive baboons
(Papio anubis).  Virology 1998, 251:71-84.
13. Suzuki Y, Gojobori T: The origin and evolution of human T-cell
lymphotropic virus types I and II.  Virus Genes 1998, 16:69-84.
14. Cimarelli A, Duclos CA, Gessain A, Casoli C, Bertazzoni U: Clonal
expansion of human T-cell leukemia virus type II in patients
with high proviral load.  Virology 1996, 223:362-364.
15. Gabet AS, Gessain A, Wattel E: High simian T-cell leukemia
virus type 1 proviral loads combined with genetic stability as
a result of cell-associated provirus replication in naturally
infected, asymptomatic monkeys.  Int J Cancer 2003, 107:74-83.
16. Mortreux F, Gabet AS, Wattel E: Molecular and cellular aspects
of HTLV-1 associated leukemogenesis in vivo.  Leukemia 2003,
17:26-38.
17. Wattel E, Cavrois M, Gessain A, Wain-Hobson S: Clonal expansion
of infected cells: a way of life for HTLV-I.  J Acquir Immune Defic
Syndr Hum Retrovirol 1996, 13 Suppl 1:S92-9.
18. Daenke S, Nightingale S, Cruickshank JK, Bangham CR: Sequence
variants of human T-cell lymphotropic virus type I from
patients with tropical spastic paraparesis and adult T-cell
leukemia do not distinguish neurological from leukemic iso-
lates.  J Virol 1990, 64:1278-1282.
19. De BK, Lairmore MD, Griffis K, Williams LJ, Villinger F, Quinn TC,
Brown C, Nzilambi, Sugimoto M, Araki S, et al.: Comparative anal-
ysis of nucleotide sequences of the partial envelope gene (5'
domain) among human T lymphotropic virus type I (HTLV-
I) isolates.  Virology 1991, 182:413-419.
20. Malik KT, Even J, Karpas A: Molecular cloning and complete
nucleotide sequence of an adult T cell leukaemia virus/
human T cell leukaemia virus type I (ATLV/HTLV-I) isolate
of Caribbean origin: relationship to other members of the
ATLV/HTLV-I subgroup.  J Gen Virol 1988, 69 ( Pt 7):1695-1710.
21. Niewiesk S, Daenke S, Parker CE, Taylor G, Weber J, Nightingale S,
Bangham CR: The transactivator gene of human T-cell leuke-
mia virus type I is more variable within and between healthy
carriers than patients with tropical spastic paraparesis.  J Virol
1994, 68:6778-6781.
22. Niewiesk S, Bangham CR: Evolution in a chronic RNA virus
infection: selection on HTLV-I tax protein differs between
healthy carriers and patients with tropical spastic parapare-
sis.  J Mol Evol 1996, 42:452-458.
23. Saito M, Furukawa Y, Kubota R, Usuku K, Sonoda S, Izumo S, Osame
M, Yoshida M: Frequent mutation in pX region of HTLV-1 is
observed in HAM/TSP patients, but is not specifically associ-
ated with the central nervous system lesions.  J Neurovirol 1995,
1:286-294.
24. Wattel E, Vartanian JP, Pannetier C, Wain-Hobson S: Clonal expan-
sion of human T-cell leukemia virus type I-infected cells in
asymptomatic and symptomatic carriers without malig-
nancy.  J Virol 1995, 69:2863-2868.Retrovirology 2006, 3:29 http://www.retrovirology.com/content/3/1/29
Page 6 of 6
(page number not for citation purposes)
25. Katz RA, Skalka AM: Generation of diversity in retroviruses.
Annu Rev Genet 1990, 24:409-445.
26. Battini JL, Heard JM, Danos O: Receptor choice determinants in
the envelope glycoproteins of amphotropic, xenotropic, and
polytropic murine leukemia viruses.  J Virol 1992, 66:1468-1475.
27. Kim FJ, Seiliez I, Denesvre C, Lavillette D, Cosset FL, Sitbon M: Def-
inition of an amino-terminal domain of the human T-cell
leukemia virus type 1 envelope surface unit that extends the
fusogenic range of an ecotropic murine leukemia virus.  J Biol
Chem 2000, 275:23417-23420.
28. Kim FJ, Manel N, Garrido EN, Valle C, Sitbon M, Battini JL: HTLV-1
and -2 envelope SU subdomains and critical determinants in
receptor binding.  Retrovirology 2004, 1:41.
29. Manel N, Battini JL, Taylor N, Sitbon M: HTLV-1 tropism and
envelope receptor.  Oncogene 2005, 24:6016-6025.
30. Tailor CS, Lavillette D, Marin M, Kabat D: Cell surface receptors
for gammaretroviruses.  Curr Top Microbiol Immunol 2003,
281:29-106.
31. Manel N, Kim FJ, Kinet S, Taylor N, Sitbon M, Battini JL: The ubiqui-
tous glucose transporter GLUT-1 is a receptor for HTLV.
Cell 2003, 115:449-459.
32. Manel N, Battini JL, Sitbon M: Human T cell leukemia virus enve-
lope binding and virus entry are mediated by distinct
domains of the glucose transporter GLUT1.  J Biol Chem 2005,
280:29025-29029.
33. Ibrahim F, de The G, Gessain A: Isolation and characterization of
a new simian T-cell leukemia virus type 1 from naturally
infected celebes macaques (Macaca tonkeana): complete
nucleotide sequence and phylogenetic relationship with the
Australo-Melanesian human T-cell leukemia virus type 1.  J
Virol 1995, 69:6980-6993.
34. Seiki M, Hattori S, Hirayama Y, Yoshida M: Human adult T-cell
leukemia virus: complete nucleotide sequence of the provi-
rus genome integrated in leukemia cell DNA.  Proc Natl Acad
Sci U S A 1983, 80:3618-3622.
35. Vandamme AM, Van Laethem K, Liu HF, Van Brussel M, Delaporte E,
de Castro Costa CM, Fleischer C, Taylor G, Bertazzoni U, Desmyter
J, Goubau P: Use of a generic polymerase chain reaction assay
detecting human T- lymphotropic virus (HTLV) types I, II
and divergent simian strains in the evaluation of individuals
with indeterminate HTLV serology.  J Med Virol 1997, 52:1-7.
36. Thompson JD, Higgins DG, Gibson TJ: CLUSTAL W: improving
the sensitivity of progressive multiple sequence alignment
through sequence weighting, position-specific gap penalties
and weight matrix choice.  Nucleic Acids Res 1994, 22:4673-4680.
37. Nei M, Gojobori T: Simple methods for estimating the num-
bers of synonymous and nonsynonymous nucleotide substi-
tutions.  Mol Biol Evol 1986, 3:418-426.
38. Dominguez MC, Castillo A, Cabrera J, Eizuru Y, Garcia-Vallejo F:
Envelope sequence variation and phylogenetic relations of
Human T cell Lymphotropic Virus type 1 from endemic
areas of Colombia.  AIDS Res Hum Retroviruses 2002, 18:887-890.
39. Kimura M: Preponderance of synonymous changes as evi-
dence for the neutral theory of molecular evolution.  Nature
1977, 267:275-276.
40. Nei M, Kumar S: Molecular Evolution and Phylogenetics.  New
York, Oxford University Press,; 2000:87-113. 